Supplemental Tables

Gene expression profiling analysis
RNA from bone marrow cells was previously profiled on microarrays (GSE19429, GSE33787). [1] , [2] Gene set enrichment analysis (GSEA) was used to determine whether the transcriptional signature produced by NRF2 was significantly related to MDS categories or Ara-C resistance in AML patients. According to the French-American-British (FAB) criteria, MDS patients subdivided into refractory anaemia (RA) (n=55), refractory anaemia with ring sideroblasts (RARS) (n=48), and refractory anaemia with excess blast type-1 (RAEB-1) (n=37) and RAEB-2 (n=43). AML patients subdivided into the Ara-C sensitive (Ara-C IC50 <6 μM, n=5) and resistant (Ara-C IC50 >80 μM, n=5) groups. NRF2 target gene sets database was previously defined as 654 overlap genes between ChIP-Seq and basal NRF2 target dataset (genes downregulated in Nrf2 -/versus WT mouse embryonic fibroblasts comparison). [3] 9 of 37 overlapped up-regulated NRF2 target genes (both in higher risk MDS
and Ara-C resistant AML) were reported to be associated with chemoresistance. [4] [5] [6] [7] [8] [9] [10] [11] [12] KEGG pathway enrichment analysis was performed using the Database for Annotation, Visualization and Integrated Discovery (DAVID).
Reagents and cell culture
Ara-C (Mylan, USA) were dissolved in phosphate buffer saline (PBS) and stored at 4°C. The Granulocyte-macrophage colony-stimulating factor and colony-stimulating factor).
HEK293T cells were cultured in Dulbecco's Modified Eagle's Medium (DMEM)
supplemented with 10% FBS and 1% antibiotics.
Primary MDS cells were obtained under ethical approval of Zhejiang University. All patients signed informed consents for sample collections in accordance with the Declaration of Helsinki. MDS mononuclear cells from bone marrow aspirates were obtained at diagnosis (Table S3 ). Primary MDS cells were cultured in PRIM 1640 supplemented with 5% fetal bovine serum (FBS) and 1% penicillin/ streptomycin. Cells were plated at a density of 1 × 10 6 cells/ml in the medium before treatments.
Generation of stable transformant cell lines
For down-regulation of NRF2/Nrf2 or DUSP1/Dusp1，HEK293T cells were transfected with lentivirus vectors for expression of pLKO.1-scramble shRNA, NRF2/Nrf2 shRNA or DUSP1/Dusp1 shRNA (Table S4) and negative control primers were designed according to published ChIP sequence (GSE37589). [14] Primer sequences were shown in Table S5 . In ChIP q-PCR analysis, the values from NRF2 immuno-precipitated samples were normalized to which from the input DNA according to published methods. The chromatin sample, which was before the NRF2 antibody pulls down, was used as the input. NQO1 and DUSP1 enrichments were then normalized to the negative control (the background levels) [15, 16] .
Quantitative real-time polymerase chain reaction (q-PCR)
Total RNA was extracted from cells using miRNeasy Mini Kit (QIAGEN, Germany 
